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Figure 1A 



1 CCACGCGTCCGCTCAGGTCTATAGGATTAAGAAAGGCAAGCCCAGCAGCCACTACTCACT 60 



61 GACCAGACCTGGCCCAACATGCTGCAGAAATAATTATCAATTAGTATACTTGAGAGACAG 12 0 



121 CAGCGTGAGGTGGAGAATGGGTTCTAAACTGAATGACAGCTGTTAACAGTTTTTGGCCCT 180 



181 GTTTTTCCTGTCCTGAATCCTCAACTGAGATCCTAGGGATGAGAAACGGGGGAACAGCAC 24 0 



241 GCCCTACTTGAGAGAATTAGAATTTGAGGCGCTAGGAAGCAAAAGGATCCCAAAGATGGC 3 00 



3 01 GACCTGCCAGCCTGGACTGCCAGCGAAGGCCAGAATCGTGCTGTAGCTCTGAACCCACAG 3 6 0 



3 61 CTCCTCTGCCCCTGGCCCATGAGAATTTCAGCTGGAGAGATAGCATGCCCTGGTAAGTGA 4 2 0 



421 AGTCCTGCCACTTCGAGACATGGAATCATCTTTCTCATTTGGAGTGATCCTTGCTGTCCT 4 8 0 
1 MESS FSFGVI LAVL 14 



4 81 GGCCTCCCTCATCATTGCTACTAACACACTAGTGGCTGTGGCTGTGCTGCTGTTGATCCA 54 0 

15 ASLIIATNTLVAVAVLLL I H 34 

541 CAAGAATGATGGTGTCAGTCTCTGCTTCACCTTGAATCTGGCTGTGGCTGAGACCTTGAT 600 

35 KNDGVSLC FTLNLAVADTLI 54 



601 TGGTGTGGCCATCTCTGGCCTACTCACAGACCAGCTCTCCAGCCCTTCTCGGCCCACACA 660 
55 GVAISGLLT DQLSSPSRPTQ 74 



661 GAAGACCCTGTGCAGCCTGCGGATGGCATTTGTCACTTCCTCCGCAGCTGCCTCTGTCCT 72 0 

75 KTLgSLRM AFVTSSAAASVL 94 

721 CACGGTCATGCTGATCACCTTTGACAGGTACCTTGCCATCAAGCAGCCCTTCCGCTACTT 7 80 

95 T V M L I T F DRYLAI KQPFRYL 114 

781 GAAGATCATGAGTGGGTTCGTGGCCGGGGCCTGCATTGCCGGGCTGTGGTTAGTGTCTTA 84 0 

115 K IMSGFVAGACIAGLWLVSY 134 

841 CCTCATTGGCTTCCTCCCACTCGGAATCCCCATGTTCCAGCAGACTGCCTACAAAGGGCA 900 

135 LIGFLPLGI PMFQQTAYKGQ 154 

901 GTGCAGCTTCTTTGCTGTATTTCACCCTCACTTCGTGCTGACCCTCTCCTGCGTTGGCTT 960 

155 CSFFAVFHPH FVL TLSCVGF 174 



Figure IB 

961 CTTCCCAGCCATGCTCCTCTTTGTCTTCTTCTACTGCGACATGCTCAAGATTGCCTCCAT 102 0 

175 FPAMLLFVFFY CDMLKIASM 194 

1021 GCACAGCCAGCAGATTCGAAAGATGGAACATGCAGGAGCCATGGCTGGAGGTTATCGATC 1080 

195 HSQQI RKMEHAGAMAGGYRS 214 

10 81 CCCACGGACTCCCAGCGACTTCAAAGCTCTCCGTACTGTGTCTGTTCTCATTGGGAGCTT 114 0 

215 PRTPSDFKALR TVSVLI GSF 234 

1141 TGCTCTATCCTGGACCCCCTTCCTTATCACTGGCATTGTGCAGGTGGCCTGCCAGGAGTG 12 00 

235 ALSWTPFLIT GIV Q V A C Q E C 254 

12 01 TCACCTCTACCTAGTGCTGGAACGGTACCTGTGGCTGCTCGGCGTGGGCAACTCCCTGCT 12 60 

255 HLYliVLER YLWLLGVGNSLL 274 

12 61 CAACCCACTCATCTATGCCTATTGGCAGAAGGAGGTGCGACTGCAGCTCTACCACATGGC 132 0 
275 NPLIYA YW QKEVRLQDYHMA 294 

13 21 CCTAGGAGTGAAGAAGGTGCTCACCTCATTCCTCCTCTTTCTCTCGGCCAGGAATTGTGG 1380 
295 LGVKKVLTS FLLFLSARNCG 314 

13 81 CCCAGAGAGGCCCAGGGAAAGTTCCTGTCACATCGTCACTATCTCCAGCTCAGAGTTTGA 144 0 

315 PERPRESSCHIVTISSSEFD 334 

1441 TGGCTAAGACGTCGCTTTGCTTACCAGTCTGGCCCAGAGGAGAAACATGCTTGCTTTCAC 150 0 

335 G 335 

15 01 CATAGCAAGCATCGTGTTCCTACAACTGAAGAACTTTTTGACTCTCAAGTGGACGATGGA 1560 

1561 ACCCAATATGCCTTGAAATGCTGAGCATCCAGCAAGTACCAGGCCAGCAATAAGGCACAT 162 0 

1621 TCTTGGATTGTATTGTGAGTTACTGGGAACTAGGTAAAATACGAATAACTGGATTTTGGA 1680 

1681 CAAAATTGAAAGCAGGCTCAAACCAATGCCCTCCTTACTGGTGGTTCAAAGCTTAAATCC 174 0 

1741 TGGCCTTGCTACAAAGGACTGATCTTGCCAAGATAATATAAGCAAAGTGGAATGAAAATT 1800 

1801 AAAGTTAATTCTGAAGCCAAGGTCCTTTTAGAAAAAAAAAAGTAAATTAGCCTGATTTAA 18 6 0 

1861 TCATTCCACATTTTAAACATATATCAACATCACATTGTACCCCACGTAATATATACAATT 192 0 

1921 ATTTGTCAATTAAAAATAAAAAATATATATTTTTAAGTACAGAAAAGCAGGAGGGGAGGA 198 0 
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Figure 1C 

1981 GAGGCCAGGTGATCAGTGTGTTATTAGGTTCAATCTAAGAAACTCTGCTACCCCTGGGAG 204 0 
2 041 TCAGTATGTGCAATGGAAAAATCACAGGTCTTGAAATCCAACAGACCAGTGTTCAAATGA 2100 
2101 TAATTCAGTCATTTAAATTCTCAAACTAGATCTCGCATTCATCAAACCGGGGTAATAATG 216 0 
2161 CCTACTTTACATGGTTATATTGAAGATTAACTCAGATAATGTATATGTAAATATCTAGTA 2220 
2221 AACTACAGCACATTGTTAGTGCTCAAAAAAAAAAAAAAAG 2260 
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Figure 2A 

B 2 AR_C AN FA MGQPANRSVFfflLBpjSGSHjBDQGDSQ^RSEAl 

B2AR_PIG MGQPGNRSVFgL^PraGgHg|DQDVPQgRDEAwR.jgG^MAI 

B2AR_MOUSE MGPHGNDSDFfflLHpfflGgRggDHDVTQaRDEAwB . QGMAILf 

B4AR_MELGA MTPHpSgBgH . Vg|NCSWAAVLSRQWA 

D1A2_EEL MDl|Jf@TVLBs . GLS^T . DSSf 

D1BR_CARP — MR33RS . GAQHA . RPN . RA . AfflEjLTl- 

D5DR_FUGRU MENFYNETEPTEPRGGyDPLRWT^EDVPAPVG . GVSjERALTgOjVjJCi 

DlB_AMPHIOXUS -MSANTTVSPTETTANjjT^STEASVGSCFAPNPYSAGQQAV^LITVill 

5H4_CAVPO MDKLDANVSSKj3GFGSVEKS5VLlLTF| 

HGPRBMY2 6 MESSFSF@yi] 
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„ Figure 2B 
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Figure 3 
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Note: No expression detected In brain, bone marrow, heart, kidney, liver, lung, lymph node, pituitary gland, 
prostate, spinal cord, or thymus) 
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Figure 4 
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Figure 5. 



Protein 


SWISS 
PROT ID 


Identities 


Similarities 


guinea pig 5-hydroxytryptaminc 
4 receptor (5-HT-4) protein 


gi|O70528 


32.18% 


40.38% 


Amphioxus dopamine Dl/beta 
receptor protein 


gi|096716 


26.28% 


35.35% 


Fugu rubripes D(5)-like 
dopamine receptor protein 


gi|P53454 


29.01% 


37.35% 


carp DIB dopamine receptor 
protein 


gi|042317 


27.22% 


35.78% 


eel dopamine D1A2 receptor 
protein 


gi|Q98842 


29.31% 


39.58% 


turkey beta-4C adrenergic 
receptor protein 


gi|P4314l 


29.28% 


38.32% 


mouse beta-2 adrenergic receptor 
protein 


gi|P 18762 


27.52% 


38.23% 


pig beta-2 adrenergic receptor 
protein 


gi|Q28997 


29.57% 


39.94% 


dog beta-2 adrenergic receptor 
protein 


gi|P54833 


27.52% 


38.53% 
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Figure 6 
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Figure 7 
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Figure 8 
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Figure 9 



HEK 293 CRE .002 
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Figure 10 
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Figure 11 



Cho NFAT Gal 5 Control (Fluorescent vs. Bright Field) 




Cho NFAT Gal 5 BMY26 (Fluorescent vs. Bright Field) 
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Figure 12 



Cho NFAT Gal 5 



b. Cho NFAT Gal 5 + T/P 
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